Passion fruit is widely consumed worldwide. Brazil is the world's largest producer of passion fruit, represented mainly by yellow passion fruit (Passiflora edulis f. flavicarpa) (97%) and sweet passion fruit (P. alata) (3%), with an estimated cultivation area of 46 866 ha, and an annual yield of 664 286 t (FNP 2010) . Anthracnose of passion fruit, previously assumed to be caused by Colletotrichum gloeosporioides, occurs in all production areas of Brazil, and can be a serious problem in some seasons (Lima et al. 2005) .
Anthracnose symptoms were observed on yellow passion fruit collected in Bauru, Monte Alto and Valinhos cities, São Paulo state, Brazil, in June 2006. Typical symptoms on fruits were circular, sunken lesions with orange spore masses in the centre (Fig. 1A) . Four single-conidium isolates (PAS10, PAS12, PAS25, PAS27) were obtained from infected fruits. Colonies of these isolates grown on potato dextrose agar (PDA) at 25 C with a 12-h light photoperiod were white to cream (Fig. 1B) . Mycelial growth ranged from 5.3 to 9.7 mm/day (Table 1) . Conidia were cylindrical, obtuse at both ends, with a hilumlike low protuberance at the base (Fig. 1C) , and measured 12.4 to 14.4 mm long Â 4.4 to 5.0 mm wide. Conidial length/width ratio was 2.6 : 3.2. These morphological characters are consistent with the description of C. boninense (Moriwaki et al. 2003) . These isolates were deposited in the Mycological Bank Mario Barreto Figueiredo (WFCC/WDCM942) with accession numbers (MMBF 19/10, MMBF 20/10, MMBF 21/10, MMBF 22/10) ( Table 1) . To confirm morphological identification, the internal transcribed spacer rRNA region (ITS) genes were sequenced [GenBank Accessions FJ981603 (PAS12), FJ981604 (PAS10), FJ981605 (PAS25), FJ981606 (PAS27)]. These sequences were compared with the same regions of the isolates used in the original characterisation of C. boninense (GenBank Accessions AB051401, AB051400, AB051403) (Moriwaki et al. 2003) . Similarity between these sequences was 97-100%. In order to further confirm the identity of the isolates from passion fruit, ITS region sequences of closely related species C. acutatum (GenBank Accession number AF411701, FJ788417) and C. gloeosporioides (GenBank Accession number EU371022) were obtained from GenBank and a phylogenetic analysis was carried out. These sequences were edited with the Staden Package (Staden 1996) and aligned with CLUSTALW (www.ebi.ac.uk/clustalw). An unrooted tree was generated in order to illustrate the relatedness of closely related species without making assumptions about ancestry among species. Alignment was visually inspected and manually corrected using the MEGA 4.0 program (Tamura et al. 2007 ). The phylogenetic analysis was done with 545 bp sequences of the ITS rDNA region using the Neighbour Joining (NJ) algorithm on the Kimura 2-parameter distance, without an outgroup. The analysis was run in MEGA 4.0, with 10 000 bootstrap replicates (Fig. 2) . The pathogenicity of the four isolates was determined on yellow passion fruit cv. 'Afruvec'. Inoculations were performed by depositing 40 mL of a conidial suspension (10 5 conidia/mL) on the fruit surfaces, followed by wounding with a sterilised hypodermic needle, adapted from Cao et al. (2008) . Five replicates (fruits) were used per isolate. Inoculation of control fruits was similar in procedure and number of test fruits, except that sterile distilled water was used at the wound site instead of the conidial suspension. Incubation took place in a moist chamber at 25 C with a 12-h light photoperiod. Initial symptoms appeared 3 days after inoculation and were characterised by dark spots surrounding the inoculation points. A week after inoculation the lesions were circular, slightly sunken and measured 10.5-15.0 mm in diameter. At this stage, orange coloured spore masses were observed on the centre. No symptoms were observed on the control fruits.
The fungus was reisolated from inoculated fruits and the cultures were identical to the original isolates.
To our knowledge, this is the first report of C. boninense infecting yellow passion fruit in Brazil. Further studies are warranted to clarify the role of C. gloeosporioides in this disease in Brazil. Branches corresponding to partitions reproduced in less than 50% bootstrap replicates are collapsed. The tree is drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree.
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